FIGURE 1 



CAGTTTCTTCATCTGTAACATCAAATGAATAATAATACCAATCTCCTAGACTTCATAAGA 

GGATTAACAAAGACAAAATATGGGAAAAACATAACATGGCGTCCCATAATTATTAGATCT 

TATTATTGACACTATVAATGGCATTAAAATTACCAAAAGGAAGACAGCATCTGTTTCCTCT 

TTGGTCCTGAGCTGGTTAAAAGGAACACTGGTTGCCTGAACAGTCACACTTGCAACCATG 

ATGCCTAAACATTGCTTTCTAGGCTTCCTCATCAGTTTCTTCCTTACTGGTGTAGCAGGA 

ACTCAGTCAACGCATGAGTCTCTGAAGCCTCAGAGGGTACTVATTTCAGTCCCGAAATTTT 

CACAACATTTTGC7\ATGGCAGCCTGGGAGGGCACTTACTGGCAACAGCAGTGTCTATTTT 

GTGCAGTACAAAATCATGTTCTCATGCAGCATGAAAAGCTCTCACCAGAAGCCAAGTGGA 

TGCTGGCAGCACATTTCTTGTAACTTCCCAGGCTGCAGAACATTGGCTAAATATGGACAG 

AGACAATGGAAAAATAAAGAAGACTGTTGGGGTACTCAAGAACTCTCTTGTGACCTTACC 

AGTGAAACCTCAGACATACAGGAACCTTATTACGGGAGGGTGAGGGCGGCCTCGGCTGGG 

AGCTACTCAGAATGGAGCATGACGCCGCGGTTCACTCCCTGGTGGGAAAC7y\AAATAGAT 

CCTCCAGTCATGAATATAACCCAAGTCT^ATGGCTCTTTGTTGGTAATTCTCCATGCTCCA 

AATTTACCATATAGATACCAAAAGGAAAAAAATGTATCTATAGAAGATTACTATGAACTA 

CTATACCGAGTTTTTATAATTAACAATTCACTAGAAAAGGAGCTIAAAGGTTTATGAAGGG 

GCTCACAGAGCGGTTG7\AATTGAAGCTCTAACACCACACTCCAGCTACTGTGTAGTGGCT 

G7\AAT AT AT C AGC C CAT G T T AG AC AG AAG AAGT C AG AG7\AGT G AAG AG AG AT GT GT G G AA 

ATTCCATGACTTGTGGAATTTGGCATTCAGC7\ATGTGG7\AATTCTAAAGCTCCCTGAGAA 

CAGGATGACTCGTGTTTGAAGGATCTTATTTAAAATTGTTTTTGTATTTTCTTAAAGCAA 

TATTCACTGTTACACCTTGGGGACTTCTTTGTTTATCCATTCTTTTATCCTTTATATTTC 

AT T T GT A7\AC T AT AT T T G AAC GAC AT T C C C C C C GAAAAAT T GTWVT GT AAAGAT G AG G C A 

GAGAAT7WVGT GT T CT ATGAA7\AAAAAAAAAAAAAAA7\AAAAAAAAA7\AAAAAAA7y\A 




FIGURE 2 



></usr/seqdb2/sst/DNA/Dnaseqs .min/ss . DNA14 58 8 7 
Xsubunit 1 of 1, 262 aa^ 1 stop 
XMW: 30419, pi: 8.44, NX(S/T): 5 

MPKHCFLGFLISFFLTGVAGTQSTHESLKPQRVQFQSRNFHNILQWQPGRALTGNSSVYF 
VQYKIMFSCSMKSSHQKPSGCWQHISCNFPGCRTLAKYGQRQWKNKEDCWGTQELSCDLT 
SETSDIQEPYYGRVRAASAGSYSEWSMTPRFTPWWETKIDPPVMNITQVNGSLLVILHAP 
NLPYRYQKEKNVSIEDYYELLYRVFIINNSLEKEQKVYEGAHRAVEIEALTPHSSYCVVA 
EIYQPMLDRRSQRSEERCVEIP 

Impor'bant: features of the protein: 
Signal peptide : 

Amino Acids 1-20 



N-glycosylatlon sites : 

Amino acids 55-59 



165-169; 17 0-17 4; 191-195; 2 08-212 



N-myrlstoylatlon sites 

7\mino acids 17-23 



20-26;220-226 



FIGURES 



TGAAATGACTTCCACGGCTGGGACGGGAACCTTCCACCCACAGCTATGCCTCTGATTGGTGA 
ATGGTGAAGGTGCCTGTCTAACTTTTCTGTAAAAAGAACCAGCTGCCTCCAGGCAGCCAGCC 
CTCAAGCATCACTTACAGGACCAGAGGGACAAGACATGACTGTGATGAGGAGCTGCTTTCGC 
CAATTTAACACCAAGAAGAATTGAGGCTGCTTGGGAGGAAGGCCAGGAGGAACACGAGACTG 
AGAG ATGA ATTTTCAACAGAGGCTGCAAAGCCTGTGGACTTTAGCCAGACCCTTCTGCCCTC 
CTTTGCTGGCGACAGCCTCTCAAATGCAGATGGTTGTGCTCCCTTGCCTGGGTTTTACCCTG 
CTTCTC.TGGAGCCAGGTATCAGGGGCCCAGGGCCAAGAATTCCACTTTGGGCCCTGCCAAGT 
GAAGGGGGTTGTTCCCCAGAAACTGTGGGAAGCCTTCTGGGCTGTGAAAGACACTATGCAAG 
CTCAGGATAACATCACGAGTGCCCGGCTGCTGCAGCAGGAGGTTCTGCAGAACGTCTCGGAT 
GCTGAGAGCTGTTACCTTGTCCACACCCTGCTGGAGTTCTACTTGAAAACTGTTTTCAAAAA 
CCACGACAATAGAACAGTTGAAGTCAGGACTCTGAAGTCATTCTCTACTCTGGCCAACAACT 
TTGTTCTCATCGTGTCACAACTGCAACCCAGTCAAGAAAATGAGATGTTTTCCATCAGAGAC 
AGTGCACACAGGCGGTTTCTGCTATTCCGGAGAGCATTCAAACAGTTGGACGTAGAAGCAGC 
TCTGACCAAAGCCCTTGGGGAAGTGGACATTCTTCTGACCTGGATGCAGAAATTCTACAAGC 
TCTGAATGTCTAGACCAGGACCTCCCTCCCCCTGGCACTGGTTTGTTCCCTGTGTCATTTCA 
AACAGTCTCCCTTCCTATGCTGTTCACTGGACACTTCACGCCCTTGGCCATGGGTCCCATTC 
TTGGCCCAGGATTATTGTCAAAGAAGTCATTCTTTAAGCAGCGCCAGTGACAGTCAGGGAAG 
GTGCCTCTGGATGCTGTGAAGAGTCTACAGAGAAGATTCTTGTATTTATTACAACTCTATTT 
AATTAATGTCAGTATTTCAACTGAAGTTCTATTTATTTGTGAGACTGTAAGTTACATGAAGG 
CAGCAGAATATTGTGCCCCATGCTTCTTTACCCCTCACAATCCTTGCCACAGTGTGGGGCAG 
TGGATGGGTGCTTAGTAAGTACTTAATAAACTGTGGTGCTTTTTTTGGCCTGTCTTTGGATT 
GTTAAAAAACAGAGAGGGATGCTTGGATGTAAAACTGAACTTCAGAGCATGAAAATCACACT 
GTCTTCTGATATCTGCAGGGACAGAGCATTGGGGTGGGGGTAAGGTGCATCTGTTTGAAAAG 
TAAACGATAAAATGTGGATTAAAGTGCCCAGCACAAAGCAGATCCTCAATAAACATTTCATT 
TCCCACCCACACTCGCCAGCTCACCCCATCATCCCTTTCCCTTGGTGCCCTCCTTTTTTTTT 
TATCCTAGTCATTCTTCCCTAATCTTCCACTTGAGTGTCAAGCTGACCTTGCTGATGGTGAC 
ATTGCACCTGGATGTACTATCCAATCTGTGATGACATTCCCTGCTAATAAAAGACAACATAA 

CTCCAAAAAAAAAAAAAAAAAAAAAAAAAAA 



FIGURE 4 

></usr/seqdb2/sst/DNA/Dnaseqs. full/ss . DNA8 8 002 
Xsubunit 1 of 1, 206 aa, 1 stop 
XMW: 23799, pi: 9.12, NX(S/T): 3 

MNFQQRLQSLWTLARPFCPPLLATASQMQMVVLPCLGFTLLLWSQVSGAQGQEFHFGPCQVK 
GVVPQKLWEAFWAVKDTMQAQDN I T SARLLQQE VLQNVS DAES C YLVHTLLE FYLKT VFKNH 
HNRTVEVRTLKSFSTLANNFVLIVSQLQPSQENEMFSIRDSAHRRFLLFRRAFKQLDVEAAL 
TKALGEVDILLTWMQKFYKL 

Signal sequence: 

amino acids 1-42 

N-glycosylation si-bes . 

amino acids 85-89, 99-103, 126-130 



